Ab initio and DFT analysis have been used to study of geometry of sulfated monosaccharides GlcN,6-SO 3 -and IdoA 2-SO 3 -in solvent. The computed low conformational barrier between the interconverting conformers of the IdoA 2-SO 3 -residue is in agreement with experimental data.
Introduction
Modeling of biologically active saccharides aims to understand the molecular details of their biological functions. Sulfated saccharides, owing to their structural peculiarities, are among those saccharide derivatives that are most difficult to model. These difficulties are due to the presence of numerous negatively charged sulfate groups that vary in position in oligo-and polysaccharide chains and that influence the conformation of the monosaccharide units and the glycosidic linkages. Heparin is probably the best known sulfated saccharide, and is one of the most negatively charged molecules in nature [1, 2] . It is a heterogeneous polysaccharide consisting predominantly of the 2,6 sulfated glucosamine (D-GlcN,6-SO 3 - ) and 2-sulfated iduronic acid (L-IdoA 2-SO 3 -) residues linked with α (1-4) linkages. The 3D structures of heparin and heparin derivatives have been the subject of numerous theoretical and experimental studies [3] [4] [5] [6] [7] . It has been shown that the presence of sulfates, as well as other functional groups, strongly affects conformation and dynamics of these saccharides. One of the most important features is the conformation of the L-IdoA 2-SO 3 -residue. Three forms, namely 1 C 4 , 4 C 1 and 2 S 0 , can be present in aqueous solutions, the populations of these conformers depend upon the neighboring units and the sulfation of this residue itself [3, 4] . In heparin, only two conformations are present, 1 C 4 and 2 S 0 , and the chair 1 C 4 form is more abundant (about 60%).
The details of geometry and conformational equilibrium in the monosaccharide residues that constitute the heparin-like compounds are discussed in this paper. Both ab initio and the DFT analysis of the sodium forms of two sulfated monosaccharides GlcN,6-SO 3 -( Figure 1 ) and IdoA 2-SO 3 - (Figures 2a,b) have been used to compute the structure and energies of the most stable conformers and to estimate the high of the energy barrier between the interconverting conformers of the IdoA 2-SO 3 -residue. The computed structures are discussed and compared with the crystal data of relevant structures [8] [9] [10] [11] 18] . 
Computational details
Quantum-chemical calculations were performed using the GAUSSIAN 98 program [12] at the restricted HF (Hartree-Fock) [13] and B3LYP (Becke's Three Parameter Hybrid Functional using the LYP correlation functional) [14] levels of the theory. The atomic basis sets of the 6-31G* and 6-31+G** quality were used in the calculations. [15] The structure of monosaccharides (IdoA2-SO 3 in 1 C 4 to 2 S 0 conformations and GlcN,6-SO 3 ) was taken from a previous study [16] . The geometry of monosaccharides was fully optimized at the restricted HF/6-31G* level of theory. The effect of solvent was estimated by the PCM model [17] . The energy profile of the interconversion of the 1 C 4 to 2 S 0 forms in the IdoA2-SO 3 residue was determined by the B3LYP method.
Results and Discussion
Computed selected bond lengths, bond angles and torsion angles are summarized in Tables 1-6 . The data obtained for GlcN,6-SO 3 were compared with the structures of the related 2-amino-2-deoxy-β-D-glucopyranose 6-sulfate [8, 10] and 2-sulfamino-2-deoxy-α-D-glucopyranose derivatives [11] in the solid-state. Summarized data show a good agreement between the calculated and experimental values. The optimized bond lengths varied up to 0.055 Å with respect to solid-state data except for the C1-O1 bond. The latter distance disagreed with the experimental values due to the different configuration at the anomeric centre. The largest deviations in bond angles were observed for the N1-S1-O9 angle (1.8º) in the sulfamino group from the same reasons. The molecular geometry of the 6-O sulfate group indicates that S2-O11 and S2-O12 are double bonds (1.425 and 1.461 in gaseous phase and 1.441 and 1.445 in solvent phase) and S-O10 (1.468 in gaseous and 1.447 in solvent) is a singlebond type. This result is comparable with the experimental data [8, 10] . On the other hand, in the sulfamino group, only S1-O8 bond has a double character and the other two S-O bonds share the negative showing and have longer S-O distances. This evidence is also in a good agreement with the experimental data [11] . The torsion angles are the most critical because are very sensitive to the calculation method used and the presence of substituents. Selected values listed in Table 3 clearly show that these also parameters have been computed with high reliability. The 6-O sulfate group torsion angles are in very good agreement with experimental data. The values of the torsion angles O10-S2-O6-C6, O11-S2-O6-C6 and O12-S2-O6-C6 being -171.02, 66.83 and -54.92, respectively for the solvent phase against -171.8, 68.6 and -53.0 respectively obtained experimentally (Table 3) . 1.45 a) taken from [18] b) taken from [9] [18] The structure of the IdoA2-SO 3 -Na + was computed next. In the case of the ionized form, the starting 1 C 4 form converted to the skewed 2 S 0 conformation during the minimization procedure. This unexpected observation was further verified by the B3LYP/6-31G* method. Closer inspection of optimization path from 1 C 4 to 2 S 0 revealed that the reason for the inter-conversion is the simultaneous electrostatic interaction of Na + cation with two oxygen atoms of the -SO 3 -group (O9 and O10) and O1 atom of the neighboring -OH group. This interaction stabilizes the skewed boat structure. However, quite importantly, such interaction is highly suppressed in aqueous solution what is in agreement with experimental data where the chair form is the prevailing one in the methyl glycoside of the IdoA residue [3] . When the ionic form was replaced by the acidic form (with H + instead of Na + ), i.e. a structure with both -COOH and -SO3H groups, both 1 C 4 and 2 S 0 conformers were found as the stable minima. These minima were separated by 3.7 kcal/mol barrier (B3LYP/6-31+G**//B3LYP/6-31G* + ZPE level of theory, Table 7 ), the skewed boat structure being more stable. The energy difference between the 2 S 0 and 1 C 4 was 1.1 kcal/mol. The small barrier height is in agreement with experimental observations where conformational equilibriums have been observed in heparin-like compounds [4] . If the SO 3 H group was replaced by the OH group, most stable conformer is chair and chair-twist boat barrier is quite high (Table 8 ). relative energy at the B3LYP/6-31+G**//B3LYP/6-31G* + ZPE level of theory 
Conclusions
The computed optimized structures of sulfated monosaccharides are presented. The theoretical distances, bond angles and torsion angles data are in good agreement with experimental data of structurally-related monosaccharides. HF/6-31G* seems a sufficient method for calculation [19] (B3LYP results are very similar to HF ones). In the IdoA2-SO 3 -residue, the electrostatic interaction of Na + cation with two oxygen atoms of -SO 3 group (O9 and O10) and O1 atom of neighboring -OH group appears to stabilize the skew-boat conformation. However, as the solvent plays an important role in suppressing these interactions, solvent effect may result in the reversed order of conformers and requires further studies. The computed low conformational barrier is in agreement with experiments where this monosaccharide unit was found flexible in various sulfated saccharides [3, 4] .
